: Multiple sequence alignment of UGMs. The alignment was generated using the program Clustal W. The amino acid sequences for UGM from A. fumigatus (accession number CAI38754.2), T. cruzi (accession number AAX09637.1), L. major (accession number XP001682426.1), M. tuberculosis (accession number WP003420798.1), K. pneumoniae (accession number WP023278819.1), and E. coli (accession number WP000272486.1), were included in the analysis. Espript 2.2 was used to create the figure. The asterisks indicate active site residues. The unique residues in eUGM targeted for mutagenesis are highlighted with an arrow. 
